The DISOPRED server for the prediction of protein disorder.
Dynamically disordered regions appear to be relatively abundant in eukaryotic proteomes. The DISOPRED server allows users to submit a protein sequence, and returns a probability estimate of each residue in the sequence being disordered. The results are sent in both plain text and graphical formats, and the server can also supply predictions of secondary structure to provide further structural information. The server can be accessed by non-commercial users at http://bioinf.cs.ucl.ac.uk/disopred/